sampling field location or the crop type? As a corollary of (ii) we also ask whether or not 1 4 4
prospective changes on biological control potential in different environmental contexts are 1 4 5 brought by changes in the diet of some species. We hypothesize that carabid species do not 1 4 6 equally contribute to biological control, as pest consumption depends on carabid species 1 4 7 identity regardless of the local environment. However, we also hypothesize that the local 1 4 8 highest values was selected. Among the individuals captured at this date and for each field, up 1 7 7
to 15 individuals from the 15 most abundant species were randomly selected. When less than 1 7 8 15 individuals had been collected per field and per species, all available individuals were 1 7 9
analysed. During subsampling, we maximized the retrieval of carabid individuals from the 1 8 0 largest possible number of pitfall traps within each field. In order to prevent any 1 8 1 contamination by environmental DNA, the carapaces of all the selected beetles were 1 8 2 decontaminated using the cleaning procedure described by Greenstone et al. (2013) . Scientific, USA), and pooled again in equimolar concentrations resulting in one single sample 2 5 0 sent for sequencing. Library preparation and high-throughput sequencing were carried out by 2 5 1
Fasteris (Geneva, Switzerland). Library was prepared using the MetaFast protocol 2 5 2 (https://www.fasteris.com/dna/?q=content/metafast-protocol-amplicon-metagenomic-2 5 3 analysis). The pair-end sequencing (2 × 250 bp) was carried out using an Illumina MiSeq 2 5 4 sequencer using the Pair-end MiSeq Reagent Kit V2 following the manufacturer's 2 5 5
instructions.
2 5 6 2 5 7
Bioinformatic analyses 2 5 8 2 5 9
Raw output sequences were analysed with the OBITools pipeline. First, we used the 2 6 0 illuminapairend function for assembling, for each read, the forward and the reverse ends of 2 6 1 the pair-end sequencing in one single consensus sequence (threshold quality score: ≥ 40).
6 2
Second, consensus sequences were assigned to samples by identifying the forward and 2 6 3 reverse primers and tag combinations using the ngsfilter function. All sequences that did not 2 6 4 match perfectly with tag sequences (0 mismatch) or that had more than three mismatches on 2 6 5 primer sequences were discarded. Third, all strictly identical sequences were clustered 2 6 6 together (information about their distribution among samples was kept) using the obiuniq 2 6 7 function. Forth, using the obigrep function we discarded all sequences shorter than 10 base 2 6 8 pairs (bp) as well as all sequences occurring less than once over the entire dataset (i.e. 2 6 9 singletons). Fifth, using the obiclean function that models the production of errors during the individuals for the species that were common in both crop types while keeping their local We successfully sequenced 291 specimens of which 265 were taxonomically assigned at least taxonomic reference for the mollusk specimens based on morphological identifications. This 3 4 7
was also the case for 22 arachnid and 5 coleopteran specimens. We therefore considered that 3 4 8
the taxonomic assignment of their corresponding barcode sequences captured their true 3 4 9 taxonomic identity. For arachnids, we observed a mismatch between molecular and 3 5 0 morphological taxonomic assignments for four specimens at the species level, and for one 3 5 1 specimen at the genus level, which corresponds to 6% of all referenced specimens. For 3 5 2 carabids this proportion was much higher with 39% of the specimens being assigned to a 3 5 3 different genus with the molecular and morphological methods. Additional 3% of carabids 3 5 4
were identified as different species (but the same genus) between the two methods. No 3 5 5 mismatches were observed for any of the other referenced orders. 74% of the sequence reads and 76% of the OTUs were assigned to the Carabidae family, 3 6 0 which we discarded assuming they belonged to the predators themselves. 3% of the sequences 3 6 1 reads (2% of the OTUs) were assigned to taxonomic levels that didn't allow distinguishing 3 6 2 prey and non-prey taxa (e.g. Hexapoda). These sequences were also discarded. Finally, 3706 3 6 3 sequences of 17 taxa were also retrieved from the DNA extraction and PCR negative controls, 3 6 4
representing 0.3% of the total number of sequence reads after quality control and filtering (i.e. Using the trophic data described above, we built bipartite food webs between carabids and 3 9 1 their prey in wheat or in oilseed rape crops (Fig. 2) . Trophic dissimilarity indexes suggested 3 9 2 important differences between observed wheat and oilseed rape food webs (β WN > 0.8, red 3 9 3 line in Fig. 3 ). According to our permutation analysis, network dissimilarity between crop 3 9 4
types remained significantly higher than expected even when differences in carabid 3 9 5
community composition was taken into account (Fig. 3) . The bipartite food webs restrained 3 9 6
only to the strong trophic links (Fig. 4 ) allowed us to compare carabid species diets between 3 9 7
wheat and oilseed rape fields. We observed than individuals of the same species could exhibit 3 9 8 different diets in wheat and oilseed rape crops. We also observed significantly more trophic 3 9 9
links involving dipteran prey in wheat crops, whereas more collembolan and plant prey were 4 0 0 consumed in oilseed rape. This is coherent with the strong trophic dissimilarity indexes values 4 0 1 ( Fig. 3 , β OS > 0.8, red line in Fig. 3 ). However, carabid species factor was not retained in our 4 0 2 best models suggesting that our data do not show strong association between carabid species 4 0 3 and particular resource categories ( Brassicaceae crops in our study area, and whose overwintering pupal stages could still be 4 6 5 present within wheat fields due to crop rotation. However, other dipteran taxa were also 4 6 6 recovered and we currently lack knowledge about the spatial distribution and availability of cases the location of the field from which carabid species were collected also explained a 4 7 7 significant part of the variation in their observed diet.
7 8
It is important stress out here that carabid trophic choice could be also driven by other factors in order to adequately estimate interaction frequencies at the species level.
1 3
It is also worth pointing here that we did not amplify any molluscan DNA with the MAV 5 1 4
primers, while carabids within agroecosystems are reputed to frequently prey on slugs, which were also very abundant in our study area (especially in oilseed rape fields). This may be 5 1 6
explained by the lower efficiency of these primers owing to the blocking primer we used 5 1 7
alongside in order to prevent the amplification of human DNA (cf de Barba et al. 2014) . As 5 1 8 this blocker is not entirely specific and was also used in concentrations ten times higher 5 1 9
compared to the MAV primers, it may have affected the amplification process. This would 5 2 0 also explain the generally limited amplifications for arthropod DNA with this primer set as 5 2 1 well.
2 2
Overall, although results presented here should be interpreted with caution, we claim that our 5 2 3 study still brings insights matching findings from several previous studies that have used 5 2 4
PCR-based methods for diet analysis, and which show that carabids exhibit very dynamical 5 2 5
feeding behaviour (Bell et al. 2010; King et al. 2010; Staudacher et al. 2018 ). Our study 5 2 6 seems to confirm for the first time this at much finer temporal (the date) and spatial scale (the 5 2 7
field) and points out the importance of the crop type in determining feeding behaviour. The 5 2 8
main advantage with our approach is that it allows to estimate carabid diet spectrum without 5 2 9
any a priori and use this information to simultaneously quantify contributions to ecosystem 5 3 0 services (biological control) and disservices (e.g. intraguild predation) at the community level.
3 1
It adds to the increasing evidence that trophic choice of natural enemies within Carabid-prey data matrix used for statistical analyses as well as the list of specimens 5 4 5 sequenced for the COI prey reference database are available in the Supplementary section.
4 6
Reference sequences will be deposited on GenBank while DNA metabarcoding sequence data 5 4 7
and bioinformatic pipeline details will be deposited on FigShare after the acceptance of the 5 4 8 manuscript.
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Supplementary material
Appendix S1. Prey sequence reference database for the COI gene. Table S1 . COI primer sequences used for the molecular referencing of the major prey groups encountered in our study area and that could be consumed by carabid beetles. The M13-tailed COI primer cocktail is prepared by pooling an equal volume of 10 uM of the five primers forward and reverse primers listed here. Characters in bold indicate the universal M13 tails. These tails play no role in amplification of the target but are used for generating cycle sequence products. 
Appendix S2. Sensibility analysis for GLM models of resources consumption by carabids individuals.
We implemented a GLM models selection by selecting different carabid individuals. For this, we first included only species in common between the two crop types (therefore excluding A. muelleri, B. bullatus, B. sclopeta, and L. terricola) , see table S2 . Second, we removed one species at a time ( Fig. S1 ). Results were particularly consistent for the Coleoptera, Arachnida and Plant prey categories, with the same significance levels and very similar coefficients between the two GLMs (Table S2 , Fig. S1 ). For Diptera, only the effect of the field location was marginally significant and became non-significant when removing A. aenea, A. binotatus, A. flavipes or A. similata carabid species (Table S2 ). Earthworms and Collembola prey categories were also sensible to individual species removing. Results for earthworms were always nonsignificant when removing any of the carabid species, while Collembola was only sensitive to the removal of the P. cupreus species. Table S2 . Best GLMs of resources consumption. Generalized Linear models of OTUs presence/absence in carabids gut contents as a function of the carabid species, the crop type and the field location. We ran the GLMs by only retaining the species that were represented by at least 3 individuals testing positive for at least one prey category in the two crop types. Figure S1 . Coefficient of the best Generalized Linear models of OTUs detection in carabids gut contents as a function of the carabid species, the crop type and the field location. "All_sp" model is the same as presented in the manuscript, including all the fourteen carabid species. Thirteen model selections have been carried out in the same way, except that one species at a time was removed (for instance in the "no_AA" model, the best model was obtained when individual from the Amara aenea species has been removed). 
